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Table 2 



Polypeptide 
SEQ ID NO: 


Incyte 

Polypeptide 

ID 


GenBank ID 
NO: 


Probabilicy 
score 


GenBank Homo log 


1 


3474673CD1 


gl3507377 


1.00B-151 


[fl] [Homo sapiens] potassium channel TASK- 4 
(Decher.N et al. (2001) FEBS Lett. 492 (1-2), 84-89) 


2 


4588877CD1 


gl39261il 


3.00E-96 


[fl] [Homo sapiens] (AP358910) 2P domain potassium 
channel Talk- 2 


3 


7472214CD1 


gll07730 


1.70E-243 


[Mus musculus) ABC 8 ! 
(Savary.S. et al. (199S) Mamm. Genome 7 (9), 673-676) 


gll34Z34l 


0 


[fl] (Homo sapiens] putative white family ATP— binding 
cassette transporter 


4 


7473053CD1 


g3850108 


ft ft ft O n a n 

9 . 00E-209 


transportina atpase 


g3628757 


0 


[Homo sapiens] FIC1 

(BUil,L».N. ec ai> wat. benec. *o i j / > ^4^*1 


5 


7473347CD1 


gl060975 




1 . 70E-206 


[Hattus norvegicus] GABA receptor rho— 3 subunit 
precursor j 

/ /%_-. , — _. . m _ k — l /1 QQCt Q S n/iVi 4 m Ri nnWq ttft'fl 1 fl 5 
(UyUniSU« 1 • EC al' 11779) dj.uq.uj.ui. o^uyiiya . **v- j» j u j 

(1-2), 15-18) 


6 


7474240CD1 


g2745727 


0 


[Rattus norvegicus] potassium channel 

; e >,i f.j Q t- _i |1QQ*7\ ,t M^iiT-o<ir* i 17 f24) 9423—9432) 


7 


7475338CD1 


gl83298 


2 .10E-158 


[Homo sapiens j {*iAsio protein 

(Kayano,T. et al. (1990) J. Biol. Chem. 265 (22), 
13276-13282) 


9 


7477898CD1 


g2745729 


0 


(Rattus norvegicus) potassium channel 

(Shi,W. et al. (1997) J. Neurosci. 17 (24). 9423-9432) 


10 


7472728CD1 


g8452900 


3.50E-261 


[Rattus norvegicus] potassium channel TREK— 2 

<Bang,H. et al. (2000) J. Biol. Chem. 275 (23), 17412- 

17419) 


11 


7474322CD1 


CT12003146 


0 


[El] [Homo sapiens] capsaicin receptor 


12 


5455621CD1 


gl399954 


3.00E-143 


[Rattus norvegicus] thyroid sodium/ iodide symporter NIS 
(Dai,G. et al. (1996) Nature 379 (6564), 458-460) 


13 


7477248CD1 


g2944233 


3.10E-195 


[Homo sapiens] sodium- hydrogen exchanger 6 

(Numata.M. et al. (1998) J. Biol. Chem. 273 (12), 6951- 

6959) 


14 


2944004CD1 


Q3451312 


1.40E-188 


(Schizosaccharomyces pombe] membrane atpase 


15 


3046849CD1 


g!2802047 


0 


[fl] [Homo sapiens] (AJ271290) facilitative glucose 



Table 2 (cont.) 



Polypeptide 
SEQ ID NO: 


Incyte 

Polypeptide 

ID 


GenBank ID 
NO: 


Probability 
score 


GenBank Homolog | 


16 


4538363CD1 


g338055 


7 .40E-181 


(Homo sapiens] Na+/glucose co transporter 
(Hediger,M.A. et al. (1989) Proc. Natl. Acad. Sci. 
U.S.A. 86 (15), 5748-5752) 


17 


6427460CD1 


g6457274 


0 


(Mus musculus] putative E1-E2 ATPase 

(Halleck,M. S. et al . (1999) Physiol. Genomics (Online) 
1 (3), 139-150) 


18 


7474127CD1 


g206044 


0 


[Rattus norvegicus] potassium channel Kv3.2b 
(Wiedmann,R. et al. (1991) FEBS Lett. 288, 163-167) 


19 


7476949CD1 


g9588428 


0 


[5' incom] (Homo sapiens] dJ1024N4.1 (novel 

Sodium: solute symporter family member similar to SLC5A1 

(SGLTl) ) 


g338055 


3.70E-202 


[Homo sapiens] Na+ /glucose cotransporter 
(Hediger,M.A. et al. (1989) Proc. Natl. Acad. Sci. 
U.S.A. 86 (15), 5748-5752) 


20 


7477249CD1 


g7715417 


0 


[Oryctolagus cuniculus] RING-finger binding protein 
(Mansharamani.M. et al. (2001) J. Biol. Chem. 276 (5), 
3641-3649) 


21 


7477720CD1 


g205709 


0 


[Rattus norvegicus] sodium- hydrogen exchange protein- 
isoforin 4 

(Orlov/ski, J. et al. (1992) J. Biol. Chem. 267, 9331- 
9339) 


22 


7477852CD1 


g8920219 


0 


[fl] (Homo sapiens] epithelial calcium channel 
(Muller,D. et al. (2000) Genomics 67 (1). 48-53) 


23 


1471717CD1 


g529590 


5.00E-36 


[Rattus norvegicus] liver-specific transport protein 
(Simonson,G.D. et al. (1994) J . Cell. Sci 107, 1065- 
1072) 


24 


3874406CD1 


gl514530 


1.90E-117 


[Homo sapiens] ABC-C transporter 

(Klugbauer,N. et al. (1996) FEBS Lett. 391 (1-2), 61- 
65) 


25 


4599654CD1 


g3242244 


0 


[Mus musculus] hyperpolarization-activated cation 
channel, HAC3 

(Ludwig,A. et al . (1998) Nature 393 (6685), 587-591) 
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UX340Jd ^JOdSUBJI4 
auB^quiaia x^Ba^ax aAX^^nd isrioxBaAjrou stx44«II] tX?J 


0 


Z8^^00£B 


XaDiZ889X 


6Z 


(ZXSfr 

-LOS* '(9) SiZ 'oratiD ' X<>Ta T (000Z) ' X B 43 'H'S'SUD) 
^ ja^jodsuej^ uoxure dtubDjo [suaxdns ooioh] 


9XX-aoz'X 


ZZ9^0i^.B 


(9EZ-XEZ '(E-Z) S^fr '4491 Saaa (666X) "T* 4a "HT'a*!) 
Xautreqo ttox 4eadaj onoj 3AX4B4nd [snoxfiaAJtou sn44BH] 


0 


0E8008EB 


TQDSTrSLLVL 


8Z 


(8€S-ZE5 ' \z) ZLZ 'unmuioo 
■saK 'SiCqdoxa *uiaqooxa (000Z) 43 * a ' M ' xa( suxoreM ) 
jaaJodsire^^ oav aBBqdoaaBia [suaxdes ooioh] [X3l 


0 


ZXXXXZ6B 


XflD£09SL*L 


LZ 


(ax 

-EXX '(X) ZL SOXUIOU3Q (XOOZ) ' X* 43 ' £»' VaxX^W-^TAaW) 

OXiDID 

a34^odsuBJ4 ssoanxB 3AX4«4TXT 31S J [suaxd^s ouioh] [X?l 


0 


SiSSfrfrEXB 


xaoszvLvos 


9Z 


60XOUIOH 3(treauao 


3 -TODS 

AqxxtqcqoJd 


ai HU^au^O 


ai 

apx4dadXxod 
33A0UI 


:om ax oas 

3pT^d3<3Axod 



( JUOO) z 
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Incyte 
Polypeptide 

ID 



Amino 

Acid 

Residues 



Potential 
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7473053CD1 



1190 



S153 S259 S268 
S391 S413 S452 
S493 S545 S573 
S624 SS31 S687 
S723 S739 S744 
S832 S1174 S1132 
S1164 S1124 
S1143 S1168 T267 
T36 T370 T378 
T514 T519 T580 
T646 T705 T732 
T899 T980 T1098 
T1158 Y23 Y29 
Y489 Y607 



N579 



7473347CD1 



467 



S149 S17S S344 
S37 S390 S411 
S419 S427 S53 
S96 T100 T136 
T157 T355 T356 
T366 T41 



Transmembrane domains: 

S77-V94, L27S-W298, Y330-R350, L947- 
1971, 0991-11009 



KMMER 



E1-B2 ATPase domains: 

E381-V403. QS30-AS62, 
D318 



Y633-G685. R788- 



HMMERwPFAM 



E1-E2 ATPases phosphorylation site 
proteins 

BD00154: G134-L151, V386-F404, D650- 
M690, T809-S832 



BLIMPS_BLCCKS 



E1-B2 ATPases phosphorylation site: 
A372-V417 



PROFILBSCAN 



P-type cation- transporting ATPase 
super family signature 

PR00119: F390-F404, A666-D676, 1812- 
1831 



BLIMPS_PRXNTS 



ATPASE HYDROLASE TRANSMEMBRANE 
PHOSPHORYLATION ATPBINDING PROTEIN 
PROBABLE CALCrUMTRANS PORTING CALCIUM 
TRANSPORT 

PD004657: S846-P1093 



BLAST__PRODOM 



FIC1 PROTEIN 

PD180313: H1039-W1165 



BLAST_PRODOM 



do ATPASE; CALCIUM; TRANSPORTING; 

DM02405 | P32660| 318-1225 : W128-F418, 
E466-N910 



BLAST_DOMO 



ATPase E1-E2 motif: 
D392-T398 



MOTIFS 



N126 N197 
N220 



Transmembrane domain: 
V332-V351 



Table 3 (cont.) 



SEQ 

ID 

NO: 


Incyte 

Polypeptide 

ID 


Amino 

Acid 

Residues 
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Signature Sequences, 
Domains and Motifs 


Analytical 
Methods and 
Databases 


5 










Neuro transmitter-gated ion-channel 
domain : 

P58-Q362, H441-W463 


HMMER_PFAM 


Neurotransmitter-gated ion channels 
signature 

BL00236: V85-P122, I139-H148, D169- 
Y207, Y254-A295 


BLIMPS_BLOCKS 


Neurotransmitter-gated ion-channels 
signature: 
L164-H218 


PROFILESCAN 


Neuro tran3mitter-gated ion-channels 
signature 

PR00252: T105-F121, K138-S149, C184- 
C198. S261-P273 


BLIMPS_PRINTS 


Gamma-aminobutyric acid A (GABAA) 
receptor signature 

PR00253: F270-W290, V296-V317, V330- 
V351, Y446-Y466 


BLIMPS_PRINTS 


CHANNEL IONIC TRANSMEMBRANE GLYCOPROTEIN 
POSTSYNAPTIC MEMBRANE RECEPTOR PRECURSOR 
SIGNAL PROTEIN 

PD000153: E62-S427 


BLAST_PR0D0M 


NEUROTRANSMITTER-GATED ION -CHANNELS 
DM00560 IP50573 134-464: S37-V467 


BLAST__D0MO 


Neurotransmitter-gated ion channels 
motif: 

C184-C198 


MOTIFS 



OWOCHLSYig 


7T6V-Tn7.T. IfiQC-f Cfl CQ6QCT 1 TP CZOLIfT 

•'TXHV ' IXSM JISNNWD -wnissviod op 












OKOtTVLSVlS 


*8EZ.d-EIfrH : 8*6-Z99 | 99*8EI | 99TT0WCI 

-aaiioatanN onoAD Niaxona HOLdsDaa dwro 












WOGOHd - XSYTH 


OUT— TW : CQftC/lftfl^ 

ova xvadan xiNnans 

aAIiYXfld TALODOdAH DldOHXOXQHdNON 
WOlSSYIOd DINOI NiaXOHd T3MNYH3 




8L9& ZZSL 
98*-L Z.£EJ. E9EX 
9ZEX 10 EX OZZX 
ZOZi OLTIf EIX 
6Z6S L6Q5 6L8S 
ZLQS ?98S 88£S 








woaoHa^xsvis 


S96S-Z0£.a : Z£.£8IT(3d 
TSNNYHO DINOI T3NNVH0 KQISSYXOd 












669Y-809A 
• uxwmop Buxptrrq-apx^oaxsriu OTI^^O 










WYdd~ttawHH 


089I-I*EA 

• XatHTBqD XIOX pS^BS 

apx^oaxonu dxxo^o uoxBai aueiquiarastrejix 




ILLS TSLS VZLS 
9QLS 0L9S SSS 
889S 8SPS 88ZS 








H3HWH 


8TEN-00E / I 
ruTBUiop atre.xquiatnstre-Xi 


ZVLH 0T9N 
6fr*N 8TZN 


ZdZS 9ZS OOZS 

g*is o*xs soxs 


896 


KL3S6QLLVL 


6 


woaoHcT-isvia 


08En-08M : S68T00ad 

aKIIOHd 

JA-LiLViLlia NUijda JJJia J&aiLNX aNVaaWaviSNVaJj 

asvawHad HaiHOdSNVHx Niaxoaa onirv clidy 












HYdd~H3WKH 


caxeuzop uxaqo.xd 
Jta^jrodstrea} pxoe otixure auejqiasuistre^L 


9LM 
Z9N Z9SN 


9*A 0£*X frEX 








H3WWH 


ZfrEA-2cTEI '80Ed-68ZA '69Zd-3fr3I 

: suxBuiop aupjcpramsirejj, 


99ZN frTZN 
90ZN IfrIN 


99S ISS 9*S 99frS 
*S 99ES EfrTS 


899 


XaDL9L9LVL 


8 


SdlXOW 


99Ta-0*IA 
rjxqotn 3 aa^jodsueja jrefins 












SdlXOW 


E9EY-8EES 
:gxaoia x Jta^JoJstrej^ .xeBrts 












owocTxsv'ia 


E£*X-8£IH -99^-ZETf cTE^ZZd | 9EI00WCI 

SNiaiOHd XHOdSNYHi HYDflS 










L 


saseqeaea 
pin? spoq^aw 


s^x^oh pu« saTwnoa 
' saouanfias a.xn.:reufixs 


sa^xs uox^ 
-BX*soo^IE> 
Xex^ua^od 


sa^TS 

uox3*lAjEoqdsoqd 
XPX3tiS3°d 


satipxsan 
pxov 

OtlXUIY 


or 

apx^dadAxod 
aaAotii 


:ON 
fJI 

Oas 



(•jnoo) £ otq^x 



Sitiraa~Sdwna 


99frI-9V^A '»€W-9T^V '90W.-E8EI 'ZL£0 
-Z9ET 'cT^EA-XZEO 'S0EA-V82n :Z£I00tfd 

ajnaeufixs aa^jccxisire^ asoonxo 


£9N X^N 


08EA 

99i 69i EZ.fr! 
i^Zi 9EZX OLTJ* 
Z.OIX 8£frS EXfrS 
ZX^S 6Z.ZS Z2ZS 


219 




L 


sxNiHd~Sdwna 


8Xfrd-90^X 'frO*A-£8EI # ^0EA 
-V6Z0 '^9XM-9ETA 'S^A-9£Y : T^TOOHd 


NYOsanacrad 


6Z.ES-EZEA '98TI-6XXY 
:s3jti^hu6xs suta;ojd ^odsirej^ aaSns 


WYdd~>faWWH 


X8^d-9ZY 

lUTBoiop ^a^JodsuBjr^ (jcaq^o pue) aa6ns 




99^1 

* cT?EA-ZZEA '88Xn-X£XW '96DSL3 

: suxauxop auaaquiauisus^j, 


NYDSdS 


9EY-XW 
:apx^dad x B ^BTS 


owocrxsYTa 


X9Ed-IM *I9E-X|99fr8El|fr8?gOWa 

-'3Y3 -'WfllSSYiOd -laNNVHD op 


6ETTN 906N 
T88N 9EZJI 
X99N 009N 
69EN BEEN 
OESN ZOTN 


86A 

9PfrA SfrSA 660XX 
^ETXX iZOXI 
2Z0IX 9X6i L$Q<L 
6Z8X EZ.9X 
£E9X Z89X 829X 
Z6EX X£EX fr&EX 
69IX EEIX 960XS 
06ITS X60XS 
OZOTS S86S 9L6S 
Z96S 0V6S 6E6S 
EZ6S ZZSS 906S 
668S 968S E88S 
6t8S 698S X28S 
6E9S 609S S9S 
M9S fr9ES 6frES 
Z.XES 9£.ZS VLZS 
69ZS 6EZS TXZS 
60ZS L9TS 9LTS 


96X1 


XaDOtZtLVL 


9 


owocTxsY'ia 


E9SY-E9ES : 09S-E9E | 99^8EI | E8EZ0Wa 
•'XiXV ?XiS^ -'T3NNYHD iRniSSYiOd op 


owocTxsvaa 


»X6Y-fr99H = B^6"Z99 | 99fr8EI | 99XX0Wa 

NIYWOa 9NIONIH 

-aaixoaiDiiN oiidad Niaxoad aoxdaoaH dwvo 


woaoHd~xsYaa 


96XTM-9£0TY ^ZX^OTOd 
T3NNYHD 3IN0I T3NNYHD wniSSYXOd 


KoaoHd^xsvia 


8Z0XA-cT98S UZT^Oiad 
T3NNYH0 DINOI T3NNYHO WfllSSYiOd 


HVdd~H3WKH 


0983-69£H 
:ux«uiop Saxpurq-apx^oaxoau oxx^^O 


wvdd^nawwH 


TE£I-Z6^A 
:XamrenD uox pa^efi 
apx^oaxonu ojxoAo tioxBa^ atrajquraiasirB^j, 


H3WWH 


USA-I99A 
•-uxsuiop airejrquiaaisire^L 


ptre spoq^aw 
X^oxqAXBtiv 


sjt^ow Pub suxeuioa 


saqxs uox4 
-BX^sooAxO 
Xataua^od 


S33XS 

uox^BxAjoqdsoqd 
Xax^ua^od 


sanpxsaa 
pxoY 
ouxuiv 


ai 

apX^dadAxod 
aa^aui 


:0N 

ai 
oas 
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Signature Sequences, 
Domains and Motifs 



Analytical 
Methods and 
Databases 



10 



7472728CD1 



724 



S229 
S333 
S597 
T104 
T444 
T557 
T640 
T676 



S283 S303 
S512 S545 
S666 S718 
T19 T223 
T515 T540 
T591 T636 
T650 T661 



N327 N330 
N331 N532 
N664 N684 
N716 



Transmembrane domains: 
A370-L388, I419-F437, 



HMMER 



V486-M503 



TASK K* channel domain: 
M250-D646 _ 



HKMER_PFAM 



TWIKJ. RELATED POTASSIUM CHANNEL, 
SUBFAMILY K, MEMBER 2 TREK1 K> CHANNEL 
SUBUNIT IONIC CHANNEL 

PD085853: P215-G326 ' 



BLAST_PRODOM 



7474322CD1 



470 



12 



5455621CD1 



"618" 



S134 
S326 
S411 
S452 
T229 
T341 



S142 S245 
S3S5 S408 
S415 S432 
T15 T22 
T265 T337 
T36 



N236 N256 
N321 N380 



Transmembrane domains: 

F62-Y87, F139-F163, F212-L230, 
1312 



1293- 



VANILLOID RECEPTOR SUBTYPE 1 
PD137334: C348-K470 



BLAST_P RODOM 



S110 
S373 
S565 
T154 
T360 
T567 



S265 S313 
S490 S550 
S57S S594 
T237 T268 
T37 T526 
T70 



N219 N2S6 
N480 N574 



Transmembrane domains: 

D10-F28, F81-Y104. P278-M297, 
Y459, I502-R528 



Sodium: solute symporter family domain: 
P41-G445 .. 



HMMER_PFAM 



Sodium: solute symporter signature 
BL00456: T154-G208 



BLIMPS_BLOCKS 



Sodium: solute symporter family 
signature: 

N151-T198 



PROF ILESCAN 



TRANSMEMBRANE TRANSPORT PERMEASE PROTEIN 
SODIUM SYMPORT PROLINE COTRANS PORTER 
SYMPORTER GLYCOPROTEIN 

PD000991: F41-C304 



BLAST_PRODOM 



SYMPORTER SODIUM IODIDE THYROID 
SODIUM/ IODIDE NIS 

PD024705: I446-L489, S490-G575 



BLAST_PRODOM 



SODIUM : SOLUTE SYMPORTER FAMILY 

DM00745 I P31636 (24-561: D10-N219, G220- 
Y459 * , 



BLAST_DOMO 
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13 


7477248CD1 


631 


S149 S212 S258 
S522 S9 T518 


N352 N516 
N96 


Transmembrane domains: 

V22-F41. L159-M181, I391-A407 


HMMER 








T551 T73 T79 Y14 


Sodium/ hydrogen exchanger family domain: 
L25-V491 


HMMER_PFAM 












Na+/H+ exchanger isoform 6 signature 
PR01088: Y14-I38, W39-V57, Y58-V84, 
Q119-E132, A269-M288, T480-Q506, K51S- 
D533, P539-0567, P566-E593 


BLIMPS_PRINTS 












Na+/H+ exchanger signature 

PR01084: I133-F144, G147-S161, 1162- 
T170, G208-T218 


BLIMPS_PRINTS 












+ TRANSPORT EXCHANGER NA PD01672: 
I133-M181 


BLIMPS_PRODOM 












NA+/H+ PROTEIN TRANSMEMBRANE TRANSPORT 
ANT I PORTER SYMPORT SODIUM EXCHANGER 
GLYCOPROTEIN SODIUM/ HYDROGEN 
PD000631: G20-G63. E132-R490 


BLAST_PR0D0M 












SODIUMHYDROGEN EXCHANGER 6 MYELOBLAST 
KIAA0267 

PD177855: G478-Y591 


BLAST_P RODOM 












do' BETA; EXCHANGER; NA; 

DM02572 IP48764 | 10-734: L124-L541 


BLAST_DOMO 


14 


2944004CD1 


1256 


S103 S130 S144 
S170 S227 S252 
S523 S802 S817 


N150 N23 
N300 N312 
N318 N704 


Transmembrane domains : 

Y231-Y251, L415-L434, 1933-1959, F966- 
L985, I1002-F1020, N1104-M1122 


HMMER • 








S899 S901 S98 
S1055 T269 T353 
T358 T387 T502 


N1045 
N1053 
N1059 


E1-E2 ATPase domains: 

V274-V365, G490-D506, Q672-A785, L851- 
S899 


HMMER_PFAM 








T549 T576 T74 
T912 T1212 T1061 
T1236 Y349 Y407 


N1073 
N1247 


E1-E2 ATPases phosphorylation site 
signature 

BL00154: V454-G490, L492-L510, K652- 
C662. N724-M764. V878-S901, A905-V938 


BLIMPS_BLOCKS 












S1-E2 ATPases phosphorylation site: 
I478-E526 


PROFILESCAN 



SdlXOW 


X8frA-X9fr9 
:jT30ui z .xa^xoduiAs a^nxos bn 


96N 

98CN 6E£N 


XXZX 6XXi 
SS 6ES 06 ZS £.XS 


969 


xaoE9e8es* 


91 


! OWOCTJ.SYTH 


8?SM-£TS -T9S-*Zl998eid|S^Z.00Wa 

a^wyj Haj,H0dWAS sirnos : waiaos 


woaoHd~xsvna 


6fr9-TW :8ES99Tad 

NiaxoHd oaiviaHHaxHOdSNVHioo asoDn r io/+YN 




96sv-tssi -esefreiad 
HiaxoHd aaiviauaaittOdSKYHXoo asoDni3/+vN 




6£>9-0SA -T66000ad 

NisxoHdODATO HaiKOdWAS 

HH J,HOd SNYHiO 0 SNIIOHd iHOdWAS WTliaOS 

NxaxOdd asvawaad iHOdSNYHi aNYuawawsNYHj, 


NYDS3TIdOHd 


ZOSO-ZX^A '60ZI-29TH 
Axxiubj .xaqxoduzAs amnios :umxpos 




X9fr9-ZSfrd '6123 
-S9IT 'ZeiH-EOTY 'T89-£ZA :9SfrOOTa 
am^BuSxs jia^aoduiAs amnios ••nmipos 


WYdd~^£3WWH 


rtrxauiop Axxtirex .zatproduzAs amnios :mr\Tpos 


H3WKH 


eesi-etsa 'Tsvd-ZLPd 'oewv 

-OTfrl '9iEV-9SeT '2TZI-S8TI 'S6M~EiS 

: stiTBuiop atiBxquramstre.ij, 


saseqaaaa 
pUB SPOH53W 


sjt^ow ptre stxxauioa 
'saouanbas a:xri3Bu6xg 


sa^xs uot^ 
-BxAsoaAxs 
Textma^od 


sa^TS 

uox^.'exAaoqdsond 
Textjuanod 


sanpisan 
PT- 3 Y 
oaxiHY 


ai 

apx^dadAxod 
a^Aoui 


ai 
Oas 



( inoo) £ 3iqB£ 



SdXXOK 


8SXH-EEXT 
rxxtjoui z jca^jodstrej^ .xb6t\s 


*EN Z6ZN 


A8^i 99W S83S 
SXZS 8TXS 00XS 


66V 


XaD6fr89V0E 


SX 


owocrisvia 


99fri-XEXH '99V-ZZX\ZELZZd.\S£T0Q1*a 

SNiaiOHd IiHOdSNVHiL HYOOS 


SiNiHd"sdwna 


-60*Y '66Ei-9£.EM 'SEEI-MEO .'ZiXOOHd 

a-inqsufixs jca^aodscrej^ asoanxs 


SiNIHd'SdWIia 


XXK5-66EJ. 'Z.6E1 
-9LZW '6&XW-8ZXW '8EI-82J. '-XiXOOHd 


NVDsanidOHd 


8LXA-3XXY 
:ajctv}BuSxs suxa^oid ^jrodstre^q Safins 


WYdd~ttawwH 


PZ.fr1-8Xa 

rajtirjaufixs ja^jodsuBj^ (xaq^o pcre) .zefins 


H3HKH 


0WI-8X&W '68E9-X/.EX 'X8X1-E9XH 

isuxauiop atrejquiauiscrajj, 


ilYOSdS 


LZD-TR 

:apxqdad x^u^TS 


SJIiOW 


J0SJ.-86KI 
:3x30m 3SBdJ,V Z3-X3 










»X 


owocnisvia 


*86S 

-008H 'L9L&-ZZ9A 'SZ.SV-9SSS '5093-XOfrd 
'XEEX-202S iX08-6fr|68tZ2d|SXX00Ha 

axis no i j. vTAHOHd s OHd sasvdiv za-xa 


woaoHd~xs\na 


fTXTI-WOXCI '*60XA-S66O J89E060ad 

wnisaKDVK NDiiYTAHOHdsoHd aNYaawawsNYHi 

XHOdSNVHi KniDTVD 3SVTOHGAH KiaXOHd 
ONIiUOdSNVlLLWniDTYD aTsvaond asvdiv 


sixNiHd'sdwna 


0061-X88D *0Sia 
-0*£Y '0X91-96*0 '2EEi-8TEN J6XX0O>Id 

aaraaufixs Axxurexjcadns 
assdiY Buxq-zodstrex^-uox^BO adA}-d 


saseqe^ea 
pUB spomaw 


sxx^om pub suXBcroa 
'S3Dtxan£»as a^n^Bufixs 


sa^xs uox^ 
-BxAsooAxD 
XBX3ua30d 


saqxs 

uo x 3 b x Aj ot{ds oqd 

XBX3U330d 


sanpxsan 
pxoY 
ouxuiv 


ai 

apx^dadAxod 
a^Aoui 


:ON 

ax 

D3S 



(laoo) £ ^iqex 
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17 


6427460CD1 


1192 


S143 S169 S188 
S283 S287 S335 
S451 S507 S508 


N397 N745 
N921 N989 
NlOOl 


Transmembrane domains : 

V299-Y316, P1004-L1022, I1030-W1049, 
A1075-L1092 J 


HMMER 








S52 S555 S561 
S7?2 S933 T203 


E1-E2 ATPase domains: 
E403-E425 I550-C698 


HMMER^PFAM 








T255 T259 T269 
T333 T380 T413 
T418 T659 T708 
T714 T715 T910 
T1103 T1017 
T1105 Y885 Y1026 




E1-E2 ATPases phosphorylation site 
signature 

BL00154: G149-F166, V408-F426, DS63- 
L703 


BLIMPS_BLOCKS 










El— E2 ATPases phosphorylation site: 
L395-C442 


PROFILESCAN 












f CyP vi CatlOii-Uiaiiat/ui. Liny niraac 

super family signature 


BLIMPS PRINTS 












ATPASE HYDROLASE TRANSMEMBRANE 
PHOSPHORYLATION ATPBINDING PROTEIN 
PROBABLE CALC I UMTRANS PORTING CALCIUM 


BLAST_PRODOM 












TRANSPORT 

PD004657: A857-V1108 














do ATPASE; CALCIUM; TRANSPORTING; 

DM02405 KJ09891 1 206-1107 : T105-Y436, 
F471-N921 


BLAST__DOMO 












E1-E2 ATPase motif: 


MOTIFS 












D414-T420 




18 


7474127CD1 


638 


S205 S224 S336 
S378 S414 S541 


N259 N266 
N518 N536 


Transmembrane domains ; 

I231-L248, F382-Y401, M451-V473 


HMMER 








S553 S564 S86 
T120 T146 T155 


N84 


Ion transport protein domain: 
L240-I472 


HMMER_PFAM 








T17 T21 T25 T283 
T374 T49 T520 
T546 T579 




Potassium channel signature 

PR00169: E101-T120, P222-T250, Y284- 
K307, F310-V330. F352 T S378, E381-E404, 
F421-M443. G450-F476 


BLIMPS_PRINTS 
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ID 
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VOLTAGEGATED POTASSIUM CHANNEL PROTEIN 
KV3.2 KSHIIIA IONIC TRANSMEMBRANE ION 
TRANSPORT GLYCOPROTEIN MULTIGENE FAMILY 
ALTERNATIVE SPLICING PHOSPHORYLATION 
PD085814: K495-S538 


BLAST_PRODOM 


do CHANNEL; POTASSIUM; CDRK; FORM; 
DM00436 |P22462| 189-350: R189-R351 


BLAST__DOMO f 


do CHANNEL; POTASSIUM; CDRK; SHAW; 
DM00490 IP22462 [34-151: L34-C152 


BLAST_DOMO 


19 


7476949CD1 


681 


S307 S421 S56 
S573 S582 S587 
S638 S651 T422 
T485 T650 Y510 


N113 N251 
N256 N403 
N603 


Transmembrane domains: 

138-157, S90-W112, 1150-1167, L188- 
M207, L373-A393, V432-I448, Y530-L550 


HMMER j 


Sodium: solute symporter family domain: 
Y67-G496 


HMMER_PFAM 


Sodium: solute symporter signature 

BL00456: Y44-G98, A120-R149, L182- 
G236, P469-A478 


BLIMPS_BLOCKS 


Sodium: solute symporter family 
signatures : 

Q179-V226, D458-D519 


PROFILESCAN 


TRANSMEMBRANE TRANSPORT PERMEASE PROTEIN 
SODIUM SYMPORT PROLINE C OTRANS PORTER 
SYMPORTER GLYCOPROTEIN 
PD000991: Y67-G496 


BLAST_PRODOM 


SODIUM: SOLUTE SYMPORTER FAMILY 
DM00745 IP13866 | 24-561: H34-W565 


BLAST_DOMO 


Na solute symporter 1 motif: 
G183-A208 


MOTIFS 



owocfisvia 


6frZN-6XXi:f>*E-08X|X96fr£S|SE880Ka 

WHOd -'ZAS -' OlidYNAS -3131 S3A 












owocrxsvia 


SXTX-9?H : Z9X-08 | 8E90E3 | ZE000SOZ 

SNI3iOHd i«OdSNVHi HYDOS 












wYdd^aawwH 


? t fSV— OM 

Co74 orl 
: .xaa-xodsaajr} (jaqtjo pub) .xafirts 














3£*D-ZSWV 'Z0*d-f>8Ed '<.xza 




9ZW. TSEJ. EE<I 










-66X1 '66XI-ZLXA '*0Xd-98A 'X/A-8H 




EZEi E£ES *XES 








H3WWH 


:uxemop aue^qurauisuejt^ 


6*ZN 6ZZN 


SZZS 8TS ETS 


Z6fr 


xao*.x*.X£*x 


EZ 


sdixow 


6XP»L-ZXfrY 
: (doox-d) a^TS fiirtpuxq dd.9/diY 




6ESJ. 

ZE9J, £*M- 6£Ei 
X8ZJ. 8EX-L 0XX.L 








woaoad~iSvrra 


OZZI-gxXd .*68TT0iad 

t adAians aoxdSDaa aicmrNVA 










HYdd~HaKWH 


T>6XS-Z9Xd '8MX-9TTV '80X3-8*/! 

: s^-aadax uxxAx^Y 




6TL5 L69S 699S 
ftOQo ftcoc orrc 








H3WKH 


0*.9W-fr99W 'ZXSd-ES^d 
rsuxsmop auBjqurauisirejxi 


LZCM 
8SEN 80ZN 


66ZS X6ZS S8ZS 
SSXS **XS Z*XS 


6Z£ 


XaDZ98££fri. 


ZZ 


owoa~isvia 


£891-511 : 9X£-?X | PEf/9Zd J Z£SZOHd 

*YN -'H33NYHDX3 op 














9ZW-LLT. :XE9000ad 

NaooHdAH/wniaos NiaxoHaoaAio 

H33NYHOX3 KfllCTOS iLHOdHAS H3<LHOdIiLNY 

dHOdSNYHiL aKVHawaHSNvui trraxoHd +h/+vn 












woaoaa— Sdwne 


0T>9H-£69a ' Z993-ZESI 'XE9M 
-68*1 J Z9*d-90frA 'SOfrd-SSES '99EH-ZZE1 
'XZEA-88ZS '£8ZI-Z9Za '6*Zd-£TZY 4 ZXZ1 
-8Z.XA 'Z.£X1-6ZTI 'EITI-E8V :Z£9X0Od 

VN H33NYHDX3 iHOdSNYHi + 












siNiHd~sawna 


Z.Z9I-9T9X *8ZXS-SXTd :980XQHd 
(Z3HN) Z atxoxosx jaBireqoxa +H/+aN 










TZ 


saseqeriBci 
ptre spoq^aw 


sxx^ow pus suTwuoa 
'saonaabas a-xnasuBxs 


sa^XS uot3 
-ax As ooAxa 
XBT^naaod 


sa^TS 

uo X } bx Axoqdsoqd 
Xax^ua^od 


sanpxsaH 
pxov 
outuiy 


ai 

apT^dadAxOd 
a^Aoui 


:ON 

ai 
Oas 



(^UOO) £ QIQBX 



sxNiHd~Sdwna 



HYdd~H3HHH 



Z.SXS-£frX9 'OfrXI 
-6ZII '0TZY-00Z9 '99XY-89XI ^80XOHd 
aansstiSxs ja5usqoxa +H/+SN 



Z8frH-££A 

uxsurop AxT^rej 3a6usqoxa uaSoapAq/umxposi 



'Z6Z£-X£ZI '8£XA-S9TI 
tsuxsutop aua.xquiauistre.xj, 



9ZV-XW 
:apxqdad x^tifiTS 



SEN Z?£N 
TEN 66ZN 



BZSA SZZA &E9J 
£8*1, OSEi SEEJ. 
6A9S 8E9S 0Z9S 
X69S 989S 89S 

iss 88*s z.x*s 

09ES 66ZS &OZS 



LOL 



XaZQZLLLVL 



TZ 



z.frEj.-x?£a 

:xX3qui asBdj,Y Z3-X3 



OKOd~xsvia 



XS8N-ZZfrd 
'90EI-E8X :6^0T-9EZ|^ZS6Ed|SO&Z0Ma 
■'SNIXHOdSKYHX -WniDTYJ ^aSYd^V op 



woaoitd isvia 



8E0IX-£8£V ^S9^00ad 

XHOdSNYHi 

WniOTYD 9MIJ,HOdSNYaiKai3TYD aiaYaoHd 
NiaiOHd ONIOKiadiY MOIiYTAHOHdSOHd 

aNvaawawsNVHJ. asvioaaAH asYdiY 



SXNIHd^SdHIia 



S9SV-Z.^Si sOZTOOHd 



SXNIHd~SdHIia 



Zf>9a-ZE9V '£5£^6ZZd : 6TT00ad 

aanaauBxs Axxurej^sdns 
asedJ,Y BuT^JodsuBjr^-aox^eo adA^-d 



s>i30ia~sawna 



9S9H-9T9a '6ESD 
-6Z9X '£5Ed-9EEA '09T1-£t>T9 ^gTOOia 

ajtn^auBxs 

a^xs uox^ex^o^goqd sagadj,V Z3-X3 



8fr9A-Z09H 'ZgEO-O^EJ. 
tstixemop asadJ,Y Z3-T3 



H3KHH 



8Z0ia-800Td 
'966A-£96M 'ES61-SE6d 'Z.0E1-68ZJ 
:suxgmop auajqurauzsuBjrj, 



ZE6M OZUl 
TXfrN 96EN 
£8 EN XECM 



ZZEA 9E0XX ^EOXJ, 
0980, Z.89J/ 
ZX9i 0Z.5i iOW 
Lt£L 9VEJ. OfrEi 
Z9Zi fr80XS X68S 
E98S X£9S ^XSS 
809S Z9^S X9^S 
9frS VSVS ^OPS 
EEES ZEES 08ZS 
9£ZS E9XS 9XXS 



960X 



XO06iZ_4iW. 



OZ 

ai 
Oas 



sasaqaqaa 
pus spoq^aw 
XaaxtjAxeoY 



sjt^ow pua suxauroa 
'saauan&as ajn^auBxS 



sa^xs uoxa 
-aX^ so ^T9 
Xax^^^Qd 



sa^TS 

uoxi a x^oqdsoqd 
lex^ua^od 



saapisay 
pxoY 
OUXltfY 



ai 

apXadadAxod 
a^Aoui 



( juoo) £ ajqex 
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3874406CD1 


1494 


S30 S50 S134 
5230 S368 S549 
S638 S669 S686 
S696 S792 S800 
S831 S912 S1004 
S1070 S1146 
S1172 S1206 
S1365 Till T435 
T449 T501 T520 
T632 T649 T657 
T729 T845 T1049 
T1134 T1217 
T1247 T1295 
T1318 T1339 
T1422 T1482 Y824 


N109 N130 
N313 N421 
N4S3 N71 
N788 N317 
N84 N867 
N91 N1182 


transmembrane domain: 

L204-F221, T272-L290, L735-Y753, F896- 
S914, V941-I959. L975-R998. F1019-V1039 


HMMER 


ABC transporter: 

G384-G566 G1190-G1365 


HMMER_PFAM 


ABC transporters family proteins 
BL00211: I389-L400, L492-D523 


BLIMP S_BLOCKS 


ABC transporters family signature: 
V472-D523 


PROFILE SCAN 


ABC TRANSPORTERS FAMILY 

DM00008 | P41233 | 839-1045 : I355-N565, 
K1177-M13 63 

DM00008 | P34358 | 611-816 : I355-N565, 
A1179-M1363 

DM00008 | P41233 | 1851-2058 :K1173-S1365, 
I355-N56S 

DM00008 |P23703|41-246:E1162-G1366, 
L377-G566 


BLAST_DOMO 


ATP/GTP -binding site motif A (P-loop) : 
G391-S398, G1197-2004 


MOTIFS 
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SEQ 
ID 
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ID 
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Residues 


Potential 
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4599654CD1 


774 


S355 S356 S40 
S505 S552 S559 
S597 S61 S67 
S734 S736 T203 
T418 T668 T764 
Y490 


N291 N416 


transmembrane domain: 

Y95-F118, T203-L219, L327-L353 


HMMER 


Transmembrane region cyclic Nucleotide 
G: 

Y168-I414 


HMMER_PFAM 


Cyclic nucleotide-binding domain: 
K443-M531 


HMMER_PFAM 


Cyclic nucleotide-binding domain 
proteins 

BL008S8: G452-V475, G488-L497 


BDIMPS_BLOCKS 


cAMP- dependent protein kinase signature 
PR00103: F449-R463, S489-T498 


BLIMPS_PRINTS 


HYPER POLARI ZAT I ONA.CT I VATED CATION 
CHANNEL, HAC3 

PD180735: T538-M774 


BLAST_PRODOM 


CHANNEL IONIC POTASSIUM K+ SUBUNIT 
HYPERPOLARIZATIONACTIVATED PROTEIN 
PUTATIVE EAG LONG 
PD001039: E74-R167 


BLAST_PRODOM 


CAMP RECEPTOR PRC 
BINDING DOMAIN 
DM01165 |A55251 
DM01165 |P29973 
DM01165 (Q03041 
DM01165 {S52072 


)TEIN CYCLIC NUCLEOTIDE - 

333-706:H263-P561 
311-684:H263-P561 
286-658:H263-G548 
262-635:H263-Q595 


BLAST_DOMO 



KOqOH3~XSVTS 



KoaoHd'iSvia 



WOQOHd~J,SVlg 



SdliOW 



S3IX0W 



NvosanaoHd 



WVdd" n H3WWH 



XfrSO-SXSd 'S89S-0&ST :*.98900CId 

AXIHtTIIWIS H3HV 
IiHOdSNVHi 3NYHHW3WSNYHi Mia.LOHdOOA'IO 
33V 3«L£3SSV0 HaiHOdSKVHJ. ONIONISdXV 



09SX3~£OEXd :S^8800ad 

AilHVIIWIS IttH HDSV 
iHOdSNVHi aMVaaW3HSNVHi NiaiOHd03X.lO 

3av sx&assvo naiHOdSNVUL sNioKiaaxv 



€»2H-S61 '*XgH-8EZH :8TT0I0ad 

WIH HDSV 

iHOdSNVHi 3NVHHK3WSNVHi NI&LOHdOO-VlO 

39V aiiassvo naxHOdSNVHi ONiaNisdiv 



o*tiTN-e9sn -6e6sooad 
H3av wih aNvnawawSNVHi 

NI3iOHd03A73 NISiOHd iHOdSNVHi 

3av aiiassvo HaxHOdSNVHJ, oNiONiadiv 



898Xi-I98XO 'Z88X-SL89 
: (dooT-d) V 3T^om a^TS fitixpuxq-dXD/d.LV 



886d-fr£6T 



sooxa-ss6a 'X66xa-0*6xv 

:ajtn^guSTe Axxtiibi SJa3.aodsuB.13 pay 



sooxa-^Lsa 'frB8i-E£8d :xxzooia 

Ax Tore j s-ra3.rodstre.z3 pgy 



8*0X0-8980 SE0Z9-&S8XO 

.•.za3.10dstrB.x3 OSV 



Ifr9XO-ZZ9IW 
'06SXA-0iSXA '0891-*99T '8*91-0E9.i 

:uxBuiop atre.xquiauistre.Z3 



XE8XN 
S69XN 
ZSSIN 
XSfrIN 
OZfrXN 
SXfrXN 
OOXXK 
9&EN 
ZEXN ZXXN 



8frfrXA 9S9A 9ZIZJ. 
iSOZi 886XJ. 
tXSXi 0*.8Xi 

ZZ8XX sEfrxi 

£X*Xi SXZXi 
60ZXi XSXXiL 
XiXXi *60Xi 
980IJ, 660XJ, xesx 
ZZ8J. ?X9i 665X 

oxsx 8*e«L 8cex 

S9XX OZIJ. £9XZS 
*£IZS 8I0ZS 
E66XS X88XS 
99SXS ?0SXS 
S9frXS Z9*XS 
ESEXS 6frEXS 

69zxs tszxs 

6ZZXS ZiXIS 
800XS €86? Z*8S 
6I*S 60*S 09ZS 
EEZS 9XZS X8XS 



08XZ 



TCLOZOSSLVL 



pxxe spoqiaw 



S3X3OK ptrs stixeuioa 
'saauaubas e;rri3BU6xs 



-bxAsodAxo 
Xsx3tia3Qd 



se^xs 

uox3BxAjot(dsoqd 



sanpisay 
pxov 
ouxuiy 



ai 

apxqdadAxod 



= 0C^ 

ai 



(•judo) e ^iq^x 



owocTisvia 


*X**I-98ZH 
' *.Z.SS-S8*V: E9$"Z*Z | 6ZiSXd | SEXOOKd 

S£SO~98*T: '88EO-8Z.IH 

'88eo-8z.xh: ee^-xox | of *xoo 1 sexoowa 

*£SX-X8frT 
'S0*A-X9XO:ZSfr-X0X|0E860d|gEX00Wa 

'fiSX-08^ 
' LZV CI-09XV: 8Z.J-ZZX | SXOSZS | SEXOOWOt 

SNI3«LOHd iHOdSNVHi HVOflS 


66SN iO^N 


I6SJ. 

E^Pi ZEfri Z.9ZX 
909S LLSS 8ESS 
06ZS OXZS 9XXS 


*X9 


XaDSEfri^OS 


9Z 


NV3SaiIdOHd 


S Z ZV- 0 9 XV : ' Z~3 Jtodeire^5""JHBns 
XO frS-pfrErt J*<* " X - a^odsxraj^ - JreBris 
saxa^etifixs saxaqo^d 3JodstrB.x3 -xefins 


SdliOK 


S£EV-09EV ESXO-8EXO 
: x~^aodsireo; t L""XBSns 


siNiHd~sdwna 


OtSA-OSSM '£.ES1 
-6igH '60SS-98yi '*9EA-E*EA :ztX0OHd 

am^Bufits jca^aodsureJt^ asoouxo 


siJiiHd~sdwna 


XZS3-60SS 'Z.09A 
-98*1 '*6XI-S£.XA 'Z0XI-Z6O :X£.X0OHd 

aan^eufixs aa^^odsxxsa^ aeSns 


sHDcna'sdwna 


E0XS-Z6O 'EZZS-frZ.XT :9XZ0Oia 

suxa^oad ^aodsirex^ ^e6ns 


WYdd~H3KWH 


t^a^jodstrej^ (.xaioo ptxe) ^efins 


H3KKH 


0i.SA-ZSg3 'EfrSI-9ZSS 'XXSI 
-E8frM ' 06EA-XLEV '06XW-89XV 'Z^XI-frZXA 

:uxsu£op auBJqittainsuBJt^ 


saseqB3Bd 
Xbox^Axsuv 


sjx^ow pug suxemoa 
'saotianBas aan^gu5xs 


sa^XS uox^ 
-BX^so^TO 
XBX^ua^od 


sa^xs 

uo x } b xAioqds oqd 
XBX^ua^od 


sanpxsaH 
pxov 
ouxmv 


ai 

apX3dadAxod 
a^Xoai 


:0N 

ai 



( jaoo) £ aiqux 
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ABC TRANSPORTERS FAMILY 

" DM00008 | P41233 | 839-1045 : V841-A1046, 
L1829-M2032 

DM00008 | P41233 | 1851-2058 : V1826-N2034. 
V841-V1045 

DM00008 | P34358 | 1441-1640 :L1827-M2032, 
V843-V1045 


BLAST_DOMO 


28 


7477845CD1 


1737 


S23 S254 S687 
S692 S695 S7 
S713 S766 S773 
S8 S861 S1113 
S1228 S1271 
S14S5 S1463 
S1537 S1595 
S1647 S1652 
S1730 T272 T324 
T886 T1257 T1320 
T13S9 T1387 
T1406 T1456 
T1486 T1528 
T1561 T1570 
T1645 T1694 Y419 
Y702 Y832 


N210 N216 
N859 N1064 
N1371 
N1449 


transmembrane domain: 

M1244-A1262, V1319-F1336, I1338-F1357. 
A1423-I1446, W107-V126, V181-M199, S298- 
1321, L509-V531. V575-I598, Y879-M904, 
I1017-F1034, I1134-V1152 


HMMER 


Ion transport protein ion_trans: 

W32-I321 M380-I598 L884-V1155 11206- 
11446 


HMMER_PPAM 


Calcium channel signature 
PR00167; D535-D561 


BLIMPS_PRINTS 


PROTEIN F17C8.6 C11D2.5 NEARLY IDENTICAL 
C ELEGANS PREDICTED 

PD023984: V1447-S1637, E1714-T1720 


BLAST_PRODOM 


C11D2.6 PROTEIN 

PD178227: L1241-R1368, I1206-F1292 
F585-E606 


BLAST_PR0DOM 


C11D2.6 PROTEIN SIMILARITY ALONG ENTIRE 
GENE CALCIUM CHANNEL ALPHA PROTEINS 
PD041964: L599-V885, 


BLAST_PRODOM 


CHANNEL CALCIUM IONIC SUBUNIT VOLTAGE 
GATED SODIUM ALPHA TRANSMEMBRANE L TYPE 

PD000032: Y887-VH20, I33-V330, K1361- 
F1450, I1206-F1357, 1577-1598, F1337- 
L1356, I1134-F1159, D1416-V1443 


BLAST_PRODOM 



g 
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III REPEAT 

DM00079 | A55138 j 1052-1268 : V1020-L1227 
DM00079 |P35500| 1424-1636 : W1090-P1194 , 

I1017-N1050 


BLAST__DOMO 


IV REPEAT 

DM00277 | P27732 | 1363-1572 : F1337-L1536 
DM00277 [P15381I 1384-1595 :F1337-L1536 


BLAST_DOMO 


29 


168827CD1 


547 


S109 S167 S201 
S282 S336 S404 
S408 S526 T133 
T323 T35 T432 
T453 T58 


N102 N107 
N56 


transmembrane domain: 

F16-T35, Y180-C200, S201-V222, M410- 
E429, T469-Y492, L496-L514 


HMMER 


Sugar (and other) transporter: 
L13-Q528 


HMMER_PFAM 


ORGANIC TRANSPORTERLIKE TRANSPORT 
PROTEIN RENAL ANION TRANSPORTER CATIONIC 
KIDNEYSPECIFIC SOLUTE 
PD151320: N102-L144 


BLAST_PRODOM 


30 


7472734CD1 


547 


S143 S167 S201 
S282 S336 S404 
S408 S46 S526 
S60 S68 T133 
T323 T432 T453 
T58 


N102 N39 
N56 N62 


transmembrane domain: 

I18-F32, M147-Y163, Y180-C200, S201- 
V222, M410-E429, T469-Y492, L496-L514 


HMMER | 


Sugar (and other) transporter: 
L18-Q528 


HMMER_PFAM 


SUGAR TRANSPORT PROTEINS 

DM00032 | P46501 | 280-351 : V121-K173 


BLAST_D0M0 


ORGANIC TRANSPORTERLIKE TRANSPORT 
PROTEIN RENAL ANION TRANSPORTER CATIONIC 
KIDNEYS P EC I F IC SOLUTE 
PD151320: N102-K145 


BLAST_PRODOM 



5 
t 



WOCIOHd XSVTS 


SfrXX-ZOXN ^OZEXSTdd 

axmos oiaiasds A3Narx 

3IN0IJ.VD H3XHOdSNYHX NOINV TVNHH NI3XOHd 
XHOdSttYHX 3X11 HSXHOdSNVHX DINV3HO 


Z9N 9SM 
9XZN ZOXN 


9ZSX ZEfrX SZZJj 
EZEX 68ZX EEXX 
09S 69*S 80*S 
SfrES Z8ZS £9XS 
E*XS 60XS LOTS 


EES 


TdDSZLLLtL 


ZE 




8ZSX-XTTV 
ua^jodsuEi; (JcatQO pus) a«5ns 


HHHWH 


*0Sd 

-98^1 '9Z*A-£0*I 'T0&N-08ET '89XCI-0SXd 

- trreuiop atrejquraurstrejiq 


put? spoquaw 


sjt^ow ptre suxouioa 


sa^xs ucvn 
Xex^ua^oa 


sa^xs 

uox^ax^roudsottd 


sanpxsan 

PT3V 
OUTUIV 


ai 

apx^daci^iod 


ai 
Oas 



(•juoo) £ ^iqex 



owoa xsvne 



owoa xsvas 



woaoHd xs\na 



woaoHd xsvret 



woaoHd xsvag 



HOQOHd XSVT5 



WVdd~H3WHH, 



WVdd H3WKH 



HYdd~ n «3MHH 



H3WWH 



SSWI-Z9EM '09EY-&XE3 
' ME3-Z9XAI 68£-fr9I | ZX68frI | E8EZ0WCI 

'■T&Wi J XXSH -'TaNNVHO *H£lISSYXOd 



S863-fr£6S 
'TL9H-X9EH: 8*6~Z9S | S9J8EI | S9XX0WCI 
iE£.3-X9EH: 9 AL-fr8E I 08ZZ0O I S9XX0KO 
9SZ.S-X9EH: 98L-X6E j ZX68^I I S9XX0KO 

KXVWOQ 3MICLNI9 

-aaixoaaonN ditdao Nisxond aoxdaoan dwvo 



683- XW :£8?600CTd 

OVH XY3d3H 

ilNnailS SAIXYXTld lAXODOdAH DldOHXOXOHd 

non wnrssvxod oinoi Niaiona thnnyho 



iE£.3-8S9N : ossxxoaa 

aaXV939ViTOA XHOdSNYHX NOI aNYHawaWSNYHX 
ilNfiSns DV3 OIXIOI T3NNVH0 



*8ZI-6£XS =6EOXO0ad 
9V3 SAIXYXfld 03XYAIXOY MOIiVZIHYT: 
-OdH3dAH XINflgQS 3IK0I T3NNYH3 



*86d-608>I : Sfr9iX0ad 
3K0H0NAS XO DIHdYH30iaHYD0XD3T3 ONCH 
9Y3H XINfianS OVa OINOI MQISSYXOd T3NMYH3 



ZEXX-Z6D 
:Vd 5T3«a_ OVd 



SS9Y-fr99A 
:uTemop Buxpuxq-apx^oaxonu otxo/Cq 



9ESI-88ZA 
• £) apT^Q9T 3n N axi 3 * 3 aug.xqviraursug.xj. 



09EY-Z&ET 
:axcuTQp atxgjqurauisugjq 



0E8N E99N 
99frN EOWtf 
SEZN OiXM 



6Z6X 606J, 
6981 ZE8X E6X 
SZi.X *E9X XZ9X 
8Z.M. ZfrfrX SXZX 
?IX £ZIX X86S 
9L6S ZS6S £V6S 
SZ6S E88S £C8S 
EiiS 089S ZOSS 
69ES ZZES ZSZS 

ezs lezs ens 



886 



xciDE£&Ei.*i. 



IE 



sas^qsq^a 
ptre spoqaaw 
Xbdx^^X b uv 



ejT^oja pus suxsuioa 
'saonanbas aon^eufixs 



sa^xs uoxq 
-bxAsooAxo 
XBX^ua^oj 



sa^xs 

uox a«T^ioqcisoUd 
XgT^"Q^°d 



sanpxsan 



ai 

apT^<Jatl^x o d 
a^ADui 



ai 

03S 



Table 4 



Polynucleotide 
cvn to wr> . 


Incyte 

Polynucleotide ID 


iseguen.ce 
Length 


Fragment ( s J 




5* Position 


3' Position 


33 


3474673CB1 


1775 


1-391, 578-786, 
1 074-1301 


GNPL.g7798848_00000 
3 004. edit 


1 


1156 








6724643H1 


861 


1347 










3474673H1 
(L0NGNOT27 ) 


249 


568 










71495S15V1 


1205 


1775 


34 


4588377CB1 


1545 


2bl-biy , l-AyJ, 


•71 a nee 1 ct/i » 




1545 




794-1071 


FL135171„00001 


539 


1534 ! 










7149 f 9o<c VI 




662 


35 


7472214CB1 


1941 


1483-1558, 1- 
413, 495-616, 


GBI :g8117242_000054 
edit .8639-8803 


1171 


1335 


- 






732-1149 


GBI:g8117242_000054 
_edit . 4857-4997 


544 


684 










GBI.*g8117242 000054 
.edit. 10305-10463 


1441 


— = 

1599 










6891360H1 
(BRAITDR03 ) 


1433 


1905 










GBI:g8117242_000054 
_edit. 50-89 


1 


240 










GBI :g8117242_000054 
edit. 6950-7093 


925 


1068 










G3I:g8117242_0000S4 
edit. 4345-4478 


358 


492 










60124962D2 


1735 


1941 | 










GBI:g8117242__000054 
edit. 8313-8414 


1069 


1170 










GBI:g8118985 000043 
_edit. 12301- 
12444 .comp 


685 


610 










GBI:g8117242_000054 
edit. 4112-4228 


241 


357 










GBI:g8117242 000054 
edit. 10957-11181 


1717 


1941 










5500380H1 
(BRABDIR01 } 


907 


1119 










GBI:g8117242 000054 
edit. 10616-10732 


1600 


1716 



o 

s 



Table.4(cont.) 





Polynucleotide 
SEQ ID NO: 


Incyte 

Polynucleotide ID 


Sequence 
Length 


Selected 
Fragment (s) 


Sequence Fragments 


5' Position 


3* Position 


35 








GBI:g8117242_000054 
_edit. 8907-9011 


1336 


1440 


GBI:g8117242_000054 
_edit. 6643-6756 


811 


924 


36 


7473053CB1 


4971 


3312-3482, 1- 
1466, 4307-4971, 
2184-2221 


8035016H1 
(SMCRUNE01) 


2315 


2975 


6822202J1 
(SINTNOR01) 


2145 


2877 


6781747H1 
(OVARDIR01) 


968 


1449 


8035016J1 
(SMCRUNE01) 


2979 


3643 


6824230H1 
(SINTNOR01) 


2867 


3483 


I 

J 

I**, 

i 

i 


6894266H1 
(BRAITDR03) 


548 


1157 


6777836H1 
(OVARDIR01) 


1601 


2238 


6908503H1 
(PITCJDIR01) 


1 


667 


6908503J1 
(PITUDIR01) 


1270 


1830 


6823447H1 
(SINTNOR01) 


3525 


4260 


6823447J1 
{SINTNOR01) 


4226 


4829 




6006310F8 
(FIBRUNT02) 


4501 


4969 


4171959T6 
(SINTN0T21) 


3637 


4287 


5088860F6 
(C7TRSTMR01) 


4461 


4853 


37 


7473347CB1 


1404 


126-633, 1013- 
1404, 768-838 


GBI . Iee4 . edit 


1 


1404 



SSOZ 


6XfrX 




SEZZ-TOZZ 
'SSIT-8C8 '6Z£ 
-I '989I-£8frI 


freez 


iaOIZ9SSfrS 


frfr 


066 


OSZ 


( Toaaj^iarM) 
TH96000Z.Z. 


I8Z 






6frH 


0 ES 




T8EI 


66Z. 


(SOiONINlS) 
9 J9frS969E 


26frl 


frZZI 


THZ8E9ZfrT 


I60Z 


0ZSI 


IAfrS6frZ.90Z, 


fr6EZ 


zzax 


( S0«LONXNIS) 
9J.9frS.969e 


S8EX 


886 


IAEZ98980Z, 


89Z,-frIZ, 'fr09 - I 


Ofrfrl 


THDZZEfrZ.fr Z. 


£fr 


Ofrfrl 


060T 


IAZ.888ZZIZ, 


OfrfrT 


x 


3Tpa~g£9T808fi * 130 


zsox 


x 


3T 

ps*9Z0 I98E9ZZ.5*NfK> 


6ZZZ 

-LOZZ '66EI-T 


0Z8Z 


ia08ZZ.ZZ.frZ. 


Zfr 


£.081 


ZXL 


X0000 - Z.6SE0Z r L3 


S8se 


L06X 


If6frI8X0SS 


028 Z 


L6SZ 


9Z.8S9SB 


esxz 


ZSfrT 


IHfrZ.Z0E0SS 


Z.Z.Z.Z 


XZZZ 


9J.99£66£fr 


986 


EOfr 


XHU LcU tuba 


fr£8i 


sen 


ir9Z8ZZ0SS 


LLQZ 


I 


soOZ9ZZ D iso 


Z.Z.8Z-6IEZ '8Z.EI 
-ZLZX 'I06-9fr8 


Z.Z.8Z 


iaD868Z. Z.frZ. 


Tfr 


EZ.fr! 


SIZI 


O0Z9frZ.SB 








Ofr 


068 


6£9 


{ lonajowd ) 

TH68ZEE9S 


COM 


see 


{ ZOHWiLWOiS ) 
IHZ.S9080Z, 


ZZ6I 


zs* 


Z00~ 

ZI0000~*S90ZIZ,Z.B*iINO 


£fr9 


i 


(ZOHWXiNIS) 
8.3I86frE69 


frXIE 


SZ.SZ 


IAE9I9ES0Z. 


SZ.OZ 


Z3LX 


(XOOHLSOUd) 
IH89£68E9 


UOT^TSOd , £ 


UOf^TSOd ,S 


s:*uaui5e.ia aauanBas 


( s ) quauifie^ 
paqoaxas 






-on ai oas 
apT^oaxonuAxoa 



(•juoo) |7 aiqej. 



098 


BL 


(Z0HKU.NIS) 
8HX86frE69 










0Z.SZ 


Efr6X 


(ZOaONWAHi) 
XCZQLX9LL 










frZZ.Z 


S8XZ 


(8Z.LOHSOXa) 
9 JZXSXSEE 


0S9X-89frX ' EOS 
-X '0Z.8I-LI6I 


frXXE 


xaoz.fr z.9ifrz. 


Ofr 


6£ST 


ZX6 


XAZ.9frESZ.IZ, 










Z80T 


Z.Z9 


XA8frfr906XZ, 










frIZ. 


Z6S 


90S8-fr8£8^TP a 
frOO0OO~XOZ.O96Z.fi: 130 










T6S 


6£fr 


E0frS-XSZS*aTP3~ 
fr00000~I0Z,096Z.B:iaO 










ESI 


ZS 


fr886-E8Z.6'^TP 3 ~ 
E00000 _ I0Z,096Z.S:iaO 










0ZET 


S6XX 


E£88I-8fr£8I*3TP9 - 
frO00O0~X0£.096Z.B:iS3 










frXOT 


fr06 


6600X-6866'^Tpa 
frOOOOO I0Z.096Z.8:iBO 










6£SX 


XZEX 


SZEOZ-tOXOZ'^TP 3 
frOOOOO I0Z.096Z,6-'iaO 










fr6TX 


frXXX 


iXE9X-L£Z9X*3Tpa 
fr00000~I0Z.096Z.B:iaO 










8Efr 


EXE 


Z.Ifrfr-Z6Zfr'3TPa~ 
frO0000~IOZ.096Z.fi: 130 










£06 


STZ. 


Efr68-SSZ,8'3TP» 
frOO0O0~IOZ.O96Z.fi: 130 










EXTX 


SX0X 


08frEX-X8EEX ' 37P* 
fr00000~I0Z.096Z,6:iaO 


8XZX-ZZ6 








1 ZXE 


frSX 


EIZ.-6frS'3TP 3 
frOO000~TOZ.O96Z.fi ^IHO 


'iE8-S6fr '8Z£ 
-X '6£SX-ZXfrX 


6EST 


X9D8£ESZ.frZ, 


6E 


SEZI 


969 


( S0iOL3Hav) 
9d£.ZOZ0SZ 










SZ.8 


frZZ 


Zr6XXZ.£0SS 










8fr0fr 


ZX9Z 


5-cpa-fr£Z.EZ6St>:ia3 










EfrOZ 


IZ.EI 


TA899E86IZ. 










XZ.8 


S6 


zrinz.eoss 










OZX 


X 


XHfrXOSSOSS 


Z.9EX-8EXX '806Z 
-frX9Z '8S9X-£6SX 
'0Z6-X '69frZ 
-Z5LX '8fr0fr-£Z0£ 








! 9Z.6X 


69EX 


IAfrZ9986XZ. 








8Xfr£ 


6Z6 


axpa 9fr99S9Z.G:ieo 




xaoofrzfrz.frz. 


8£ 


TIEX 


fr96 


IAfr08fr86IZ, 


8fr0fr 




uoT^tsod ,g 


squatn6ejj asuan&as 


(S) ^uauitoBJd 
pa^oatss 


H^Buaq 
a^uanbas 


ai apT^oaxontxAxod 
a^Xoui 


:0N ai 03S 
ap t a oa x onu^x Oa* 



Table 4 (cont) 





Polynucleotide 
SEQ ID NO: 


Incyte 

Polynucleotide ID 


Sequence 
Length 


Selected 
Fragment (s) 


Sequence Fragments 


5' Position 


3' Position 




45 


7477248CB1 


2390 


1-58, 2739-2890, 
2310-2349, 329- 


2777287H1 
( OVARTUT0 3 ) 


2250 


2498 










1167 


7977733H1 
(LSUBDMC01) 


841 


1427 












7678168J1 
(NDSETUE01) 


1271 


1827 












7611941J1 

(KIDCTME01) ■ 


2273 


2890 












6590507H1 
(TLYKUNT03J 


179 


672 












2701794F6 
(OVARTUT10) 


1208 


1741 













2544096P6 
(UTRSNOT11) 


1732 


2252 












60117044D2 


1 


431 


1 










5020832H1 
(OVARNON03) 


2195 


2471 


» 










7662529H1 
{ UTRSTMEO 1 ) 


526 


926 




46 


2944004CB1 


3926 


3338-3365, 1- 
687. 1222-2267 


4762728F6 
(PLACNOT05) 


872 


1387 


i 










92264624 


2268 


2446 


i 










6264977H1 
{ MCI/DTXNO 3 ) 


1210 


1797 












2944004F6 
( BRAITUT2 3 ) 


2790 


3531 












6610392H2 
(MUSTTMC01) 


3306 


3926 












GNN.g7328818_000024 
_002 .edit 


2145 


2648 












7035078H1 
(SINTFER03) 


1 


440 












7620248J1 
(HEARFEE03) 


2431 


3039 












496537H1 
(HNT2NOT01) 


2329 


2487 












6264427T8 
(MCI/DTXNO 3) 


453 


1174 












6264427F8 
(MCLDTXN03 £ 


170 


842 



Table 4 (cont.) 



Polynuc leotide 
SEQ ID NO: 


Incyte 

Polynucleotide ID 


Sequence 
Lencrth 


Selected 
Fragments) 


Secnience Fragments 


5' Position 


3' Position 


46 








7673654H1 
(PIBPFEC01) 


1733 


2239 


47 


3046849CB1 


2135 


2072-2135, 596- 
711. 1014-1263 


8262790U1 


1383 


2135 


71896642V1 


1 


592 


71247870V1 


1050 


1736 ! 


FL3046849_g6815043_ 
000004 gl83298 


51 


1520 


48 


4538363CB1 


2637 


1-183. 1575- 
1680, 2094-2637 


FL453 8363_g3126781_ 
g520469 


1 


1917 


71401405V1 


1766 


2637 


49 


6427460CB1 


3783 


985-1833, 2687- 
3204 


70857895V1 


416 


1035 


7727961J1 .f 
(UTRCDrE01> / 


3284 


3783 


708S7789V1 


566 


1109 


(75689372 edit 


1092 


3361 


33801917 


1 


452 


50 


7474127CB1 


2105 


1078-2105 


GBI .g85689 5 9_edit_3 


1119 


2105 


g6140313 


482 


951 


5819744F7 
(PROSTUS23) 


168 


479 ! 


g5920552 


1 


488 


55049678J1 


862 


1359 


51 


7476949CB1 


2069 


1233-1356, 1- 
117, 2047-2069, 
347-503, 1536- 
1844 


FL7476949_g6714723_ 
cj338053 


1 


2046 


4669722H1 
{SINTNOT24) 


1801 


2069 


52 


7477249CB1 


4245 


2833-3018, 1869- 
2121, 3707-4245, 
1-252, 982-1239, 
289-357 


71660072V1 


2404 


3156 


71657569V1 


3106 


3854 


7633968J1 
(SINTDIE01) 


2579 


3175 


6440145F8 
(BRAENOT02) 


938 


1087 


71664080V1 


3228 


3891 


GBI. g8567478. edit 


1 


2547 


71660176V1 


3773 


4245 


71662066V1 


1802 


2475 


2605539F6 
(LUNGTUT07) 


433 


939 


71659261V1 


1690 


2437 


3825558H1 
(BRAIHCT02) 


1179 


1270 



> 



SL9V 


EXE* 


TAL8ZZ9LTL 




X6Z.9 


Taoeo9S£*z. 


65 


E86X 


■ XSZX 


Tr8T909ii 




8£S 


X 


XH*8SZ9*£. 


X9£fr-£6££ 'T0I9 
-ZS6S 'E8ZE-X 


SZ59 


£T8S 


TA9800L6TZ. 


9L9Z 


esxz 


( Z03ONHAHJj) 
XH8X909Z.*. 


LV6Z 


OSZE 


XA9£9E0£X£. 


969 


DPS 


XHEX8l>9?£ 


X5£Z 


861 


Z00OOO C^SIT£.Z.0*NN9 


E60E 


80*Z 


(XOafliNTdS) 
XHXZXLSLL 


VZLZ 


szoe 


XA9SZVQ LXL 


ZZZ9 


9X55 


(TOMiacwHa) 

8.*E£X0frE9 


zeze 


969Z 


(I03ICIHAH.L) 
ZTOXLXZLL 


Z09Z 


S88X 


(XOaiOHZHi) 
XHOXZ9Z££ 


XSL9 


0*Z9 


XAXZfrJOrc*. 


V6Z 


8ZX 


(60.LONHYAO) 
XHZ.9£S*9Z 


*Z.*X-Z9XX '8EZ-X 


£X6X 


xaogE^os 


85 


X*6 


>zz 


(XOHIOHYAO) 
XHZJXX8L9 


9eex 


M8 


XH0889ZJ9 


S*8X 


I 


pa~>o o~Y e 6 s l * fa© 


£,X6X 


XXZX 


xhessxepa 


S&LZ 


9LZZ 












zzsz 


VLVZ 


(EOiaajaus) 

9d9689XZZ 


LXLX 


szzx 


XA8EZ606X*. 


ss*e 


EZ8Z 


(XONONOLId) 
XHX*6S6X9 


oese 


X86Z 


ZHE8XZ.T99 




uox^xsod ,5 


s}uauu5e.xd aouanBas 






ai apyaoaxsntiAtoj 
aqAoui 


:ON ai 03S 
apx^oaxonu^xod 



8XZ.X 


8TTT 


XJ?80Z*90SS 










EZ9 


X 


(TOHONflYHa) 
Xr?Z0Z££9 










o*sz 


6>E 


aD _ 9EE6S6i6 










eezx 


099 


THS05Z90SS 










zsez 


999T 


(TOaiUHVAO) 
TH506TP08 










zsae 


8fr££ 


XAXO00*0X£ 










frZfrZ 


QLLX 


(loaxiHvwa) 

XrX£E9X08 


XEZE-frX.OZ 'SEE-X 


ZS8E 


XaDt>S966Sfr 




E6SE 


Z06Z 


XAZ.0ES6LX*. 










5892 


8f>0Z 


XrZ8X890SS 










8ZSX 


ZZL 


XH6ZE8S0SS 










509 


X 


(TOiONODWS) 
9JSE0EETE 










XPLZ 


EZZZ 


XH*SX890SS 










9tL 


Z85- 


*-£~E~0ET0*ZfrG 
OZ.90T8E6-90H>Z.8End 










VZXZ 


SL*Z 


XrZ8frX50SS 










5ZXZ 


QBZX 


irETE8S0SS 










WZV 


SZ.SE 


XA0Z.886£X£ 










esEfr 


0Z9E 


XA£fr£86£.X£. 


Z6XZ~^X0Z 
'6X9E-0SSZ ' ZE9X 








8ZXZ 


EZ.9X 


Trsoizsoss 








LZL* 


LXX9 


XAEE8E6£.X£. 


-9£5X '66ZX-X 


LZLV 


XaO90*7frZ.8E 


9S 


9X9X 


SEOX 


XAfr6£99*0£ 










SSOZ 


X*.SX 


(ZONONaON'I) 
THT?60*S9 










L6B 


8EZ 


4TPa*9S"Z9 
~E9"*0S~80L6E08B * ia3 










O0ST 


Z£L 


^xpazoo^ 
890000 0TS60Ii6NND 










Z8SI 


6E6 


IAW969^0i 










L5Z 


T 


XA90ZZ.^.ZZi. 


EZEX-S5XX 'XE5 








*66 


Z6fr 


IA9S6*9frO£ 


-X88 '89t-90Z 


550Z 


xaotxz.Xi^x 


55 


S6IZ 


T 


^xpa- 9988^^86*133 


56XZ-668X '8X^-X 


S6XZ 


XKDZSZLLVL 


*S 


frZXZ 


T 


6OLS0Z6 
S6X9E8S6 - QZLLLVLId 


SfriX-Z9SX 
'-?ZXZ-Z86X '88T>X 
-00ZX '9E6-X 


frZXZ 


XUOOZLLLVL 


ES 


9XLX 


LZlrX 


XHX98SL9S 










£69 


X 


(ToaaLiann) 

THXLSS9^£. 








ZS 




UOT^TSOd ,5 


s^uauiBejtd aauanbas 


(S) 3Uaui&BJTd 

pa^Datas 


q^buaT 
a3uan£>as 


ai ap"t^oax3mxAT;od 
aa^ui 


•ON ai Oas 
apxqoatoau^xod 



( jaoo) p aiqcjL 
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